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(SEQ ID NO: 8) 



LVAFADFG - S VTFTNAEATSGGSTVGPSDATVMD I EQDGS VLTETS VSGDS - VTV 
LVAFADFG - S VTFTNAEATSGGSTVGPSDATVMD I EQDGS VLTETS VSGDS - VTV 
LVPFANFG - TVTFTGAEATTSSGTVTAADATLI D I EQNGEVLTS VTVSGST- VTV 
LVQ FANFG - TVT FTGAS ATQNGE S VGVTGAQ I IDLQQN- SVLTSVSTSSNS- VTV 

LVNFADFD-TVTFKDCSPSVSG S T I VD I RQS LE VLTE CS TTGTTT VTC 

FVPFASFSPAVEFTDCSVTSDGESVSLDDAQITQVIINNQDVTDCSVSGTT-VSC 
FVPFASFSPAVEFTDCSVTSDGESVSLDDAQITQVIINNQDVTDCSVSGTT-VSC 
FVPFASFSPAVEFTDCSVTSDGESVSLDDAQITQVIINNQDVTDCSVSGTT-VSC 
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>Pl;lb4k 

structureX:lb4k: 10 :A : 335 :A : 

YPYTRLRRNRRDDFSRRLVRENVLTVDDLILPVFVLDGVNQRESIPSMPGVERLSIDQLLIEAE 
EWVALGI PALALFPVT : PVEKKSLDAAEAYNPEGIAQRATRALRERFPELGI ITDVALDPFTTH 
GQDG I LDDDG YVLND VS I D VL VRQAL S HAE AG AQ WAP S DMMDGR I GA I RE ALE SAG : HTNVRI 
MAYSAKYASAYYGPFRDAVGSASNLGKGNKATYQMDPANSDEALHEV^^ 

PYLDIVRRVK : DEFRAPTFVYQVSGEYAMHMGAIQNGWLAE : SVILESLTAFKRAGADGILTYF 
AKQAAEQLRR* (SEQ ID NO: 9) 

>P1;SC001 

sequence : SCO 01 : 13 : : 340 : 

EISSVLAGGYNHPLLRQWQSERQLTKNMLIFPLFISDNPDDFTEIDSLPNINRIGVNRLKDYLK 
PLVAKGLRSVILFGVPLIPGTKDPVGTAADDPAGPVIQGIKFIREYFPELYIICDVCLCEYTSH 
GHCGVL YDDGT I NRERS VS RL AAVAVNYAKAGAH C VAP S DM I DGR I RD I KRGL I NANLAHKTFV 
L S YAAKF S GNL YG P FRD AAC S A : : PSNGDRKCYQLPPAGRGLARRALERDMSEGADGI IVKPST 
FYLD I MRDASE I CKDLP I CAYHVSGE YAMLHAAAEKGWDLKT I AFESHQGFLRAGARL 1 1 TYL 
APEFLDWLDE * (SEQ ID NO: 10) 
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>Pl;la2 8 

StructureX: la28A : 701 : : 915 : : 

AGHDNTKPDTSSSLLTSLNQLGERQLLSWKWSKSLPGFRNLHIDDQITLIQYSWMSLMVFGLGWRSYKHVS 

GQMLYFAPDLIIJ^EQRMKESSFYSLCLTMW-QIPQEFVKLQVSQEEFLCMKVLLLLNTI-PLEGLRSQTQFE 

EMRSSYIRELIKAIGLRQKGWSSSQRFYQLTKLLDNLHDLVKQLHLYCLNTFIQSRALSVEFPEMMSEVIA 

A* (SEQ ID NO: 11) 

>Pl;gi7766906 

sequence: gi7766906 : 27 : : 233 : 

E?^NMGLNPSSPNDPVTNICQAADKQLFTLVEWAKRIPHFSELPLDDQVILLRAGWNELLIASASHRSIA--V 
KDGILLATGLHVHRNSAHSAGVGAI FDRVLTELVSKMRDMQMDKTELGCLRAI VLFNPDS - - KGLSNPAEVE 
ALREKVYASLEAYCKHKYP - - - EQPGRFAKLLLRLPALRS IGLKCLEHLFF- FKLIGDT- - P IDTFLMEMLE 
A* (SEQ ID NO: 12) 
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>Pl;la28 

structureX: la28A : 682 : : 921 : : 

QLIPPLINLLMSIEPDVIYAGHDNTKPDTSSSLLTSLNQLGERQLLSWKWSKSLPGFRKLHIDDQITLIQY 
SWMSLMVFGLGWRSYKHVSGQMLYFAPDLILNEQRMKE-SSFYSLCLTMWQIPQEFVKLQVSQEEFLCMKVL 

LLLN TIPLEGLR SQTQFEEMRSSYIRELIKAIGLRQKGWSSSQRFYQLTKLLDNLHDLVKQLHL 

YCLNTFIQSRALSVEFPEMMSEVIAAQLPKIL* (SEQ ID NO: 13) 
sequence: gi3659931 : 14 : : 254 : 

LTADQMVSALLDAEPPILYSEYDPTRPFSEASMMGLLTNLADRELVHMINWAKRVPGFVD 
AWLE I LM IGLVWRSMEHP - - GKLLFAPNLLLDRNQGKCVEGMVE I FDMLLATSSRFRMMNLQGEE FVCLKS I 
I LLNSGVYTFLS STLKSLEEKDH I HRVLDKI TDTL IHLMAKAGLTLQQQHERLAQLLLI LSH I RHMSNKGME 
HLYSMKCKN WPLYDLLLEMLD-AHR-LH* (SEQ ID NO: 14) 
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>P1 ; lc3w 

structureX : 1c3wA : 5 : : 231 : : 

TGRPEWIWLALGTALMGLGTLYFLVKGMGVSDPDAKKFYAITTLVPAIAFTMYLSMLLGYGLTMVPFGGE-- 

QN P I YW - ARYADWLFTTPLLLLDLALLVDADQGT I LALVGADG I M IGTGLVGALTKVY - - S - - YRFVW 

WAISTA-AMLYILYVLFFGF SMRPE-VA-STFKVLRNVTWLWSAYPWWLIGSEG AG I V 

PLNIETLLFMVL-DVSAKVGFGLILLRSRAIFG* (SEQ ID NO: 15) 
>Pl;lel2A 

sequence: lel2A : 4 : : 236 : 

ENALLSSSLWVNVALAGIAILVFVYMGRTIRPGRPRLIWGATLMIPLVSISSYLGLLSGLTVGMIEMPAGHA 

LAGEMVRSQW-GRYLTWALSTPMILLALGLI^ ALLFRWAF 

YAI SCA- FFVWLSALVTDWAASASSAGT - - A- - E I FDTLRVXiTWLWLGYP I VWAVGV EGLALVQ 

S VGATS WAYS VL - DVFAKYVFAF I LLRWVANNE * (SEQ ID NO: 16) 
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>Pl;lf 88 

structureX: lf88A : 37 : : 308 : : 

FSMLAAYMFLLIMLGFPINFLTLYVTVQHKKLRT PLNYILLNLAVADLFMVFGGFTTTLYTSLHGYF 

VFGPTGCNLEGFFATLGGEIALWSLWLAIERYVWCKPMSNFRFGENHAIMGV^ 

SRYIPEGMQCSCGIDYYTPHEETNNESFVIYMFWHFIIPLIVIFFCYGQLVFTV-KEAAASATTQKAEKEV 
TRMVI IMVIAFLI CWLPYAGVAFYI FTHQGSDFGP I FMTI PAFFAKTSAVYNPVI YIM* (SEQ ID NO: 17) 
>P1; 1c3wA 

sequence: 1c3wA : 2 : : 215 : GRPEWIWLALGTALMGLGTLYFLVKGMGVSDPDAKKFYA- 
ITTLVPAIAFTMYLSMLLGYGLTMVP- FGGEQ 

- -NPI - YWARYADWLFTTPLLLLDLALLVDA D QGT I LALVGADG I M I GTGLVGAL 

TKVY SY RFVWWAISTAAMLYILYVLFFGFSMR- - PEV ASTFKVL 

RNVTWLWSAYPWWL IGSEGAG I VPLNI - -ETLLFMVLDVSAKVGFGLILL* (SEQ ID NO: 18) 
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>Pl;6prc 

structureX: 6prcL : 14 : : 258 : : GTLIGGDLFDFWVGPYFVGFFGVSAIFFIFLGVSLIGYAASQG-P 
TW-DP FAI S INPPDLKYGLG 

A-APLLEGGFWQAIWCALGAFISWMLREVEISRKLGIGWHVPIaAFCVPIFMFCVLQVFRPLLLGSWGHAFP 

YG I LSHLDWVNNFG YQ YLNWH YNPGHMS S VS FLFVNAMALGLHGGLI LS VANP - GD GD 

- KVKTA- EHENQYFRDWGYSIGALSIHRLGLFLASNIFLTGAFGTIASGPFWTRG* (SEQ ID NO: 19) 
>Pl;6prcM 

sequence: 6prcM : 34 : : 292 : 

YSYWLGKIGDAQIGPIYLGASGIAAFAFGSTAILIILFNMAAEVHFDPLQFFR- -QFFWLGLYPPKAQYGMG 
I - PPLHDGGWWLMAGLFMTLSLGSWWIRVYSRARALGLGTHIAWNFAAAI FFVLCIGCIHPTLVGSWSEGVP 

FG I WPH I DWLTAFS IRYGNF Y YCPWHGFS I GFAYGCGLLFAAHGAT I LAVARFG GDRE I EQ I TDRG 

T--AV--ERAALFWRWTIGFNATIESVHRWGWFFSLMVMVSASVGILLTGTFVDNW* (SEQ ID NO: 20) 
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>PX;lqj8 

structureX: lqj 8A : 4 : : 148 : : 

TVTGGYAQSDAQGQM - NKMGGFNLKYRYEEDNS PLGVI GS FTYTE - K- - SRTASSGDYN - KNQYYG I TAG PA 

YRINDWASIYGWGVGYGKFQTTEYPTYK-NDTSDYGFSYGAGLQFNPMENVALDFSYEQSRIRS 

--VDVGTWIAGVGYRF* (SEQ ID NO: 21) 
>P1 ; lbxwA 

sequence: lbxwA : 19 : : 171 : 

YHDTGLINNN- - G PTHENKLGAGAFGG YQV - NP YVG FEMG YD WL - - GRMPYKGS VENGAYKAQGVQLTAKLG 
YP I TDDLD I YTRLGGMVWRADT Y - SNVYGKNHDTGVS PVFAGGVE YAI TPE I ATRLE YQWTNN I GDAHT I GT 
RP - DNGMLSLGVS YRF* (SEQ ID NO: 22) 
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>P1 ; 2por 

structureX: 2por : 1 : : 301 : 

EVKLSGDARMGVMYNGDD WNFSSRSRVLFTMSGTTDSGLEFGASFKAHESVG AETGEDGTV 

FLSG - AFGKI EMGDALGAS EALFGD - - L YE VG Y TDLDDRGGND I PYL TGDERLTAEDNP VLLYT Y - 

SA GAFS VAASMS - - DGKV GETSED DAQ EMAVAAAYT - F - -G 

NY TVGLGYEKIDS P DTAL MADMEQLELAAI AKFGATNVKAYYADGELDRDFARAV 

FDLTPVAAAATAVDHKAYGLSVDSTFGATTVGGYVQVLD IDT I DDVTYYGLGAS YDLGGGAS I VGGIADNDL 
PNSDMVADLGVKFKF* (SEQ ID NO: 23) 
>P1 ; losmA 

sequence: losmA : 10 : : 332 : 

KLDLYGKIDGLHYFSDDKDVD-GDQTYMRLGVKGETQINDQLTGYGQWEYNVQ-ANNTESSSDQAWTRLAFA 

GLKFGDAGS FD YGRNYGWY - DVTS WTDVLPE FGGDTY GS DNFLQS RANG VAT YRN - 

SDFFGLVDGLNFALQY QGKNGSVSGEGATNNGRGAL KQN GD GFGTSVTYD- 1 - - F 

D G I SAGFAYANS KRTDDQNQLLLGEGDHAET YTGGLKYDANN I YLATQ YTQT YNATRAGS L - 

-GFANKAQNFEVAAQYQFDFGLRPSVAYLQSKGKDLNG-YGDQDILKYVDVGATYYFNKNMSTYVDYKINLL 
DDNS FTRS AG I S TDD * (SEQ ID NO: 24) 
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PI ; 2mpr * 
structureX: 2mprA : 2 : : 427 : : 

DFHG YARSG I GWTGS G GEQQC FQA - - TGAQS KYRLGNE 

- -CETYAELKLGQEWKEGDKSFYFDTNVAYSVNQQND- - WEST - DPAFREANVQGKNL IEWLPGSTIW 

AGKRF YQRHD VHMI DFYYWDI SGPGAG I ENI DLGFGKLS - LAATRSTEAGGS YTFS SQN I YDE VKDTAN 

DVFDVRLAGLQTNPDGVLELGVDYGRANTTDGYKL - ADGAS KDGWMFTAEHTQSMLKGYNKFWQYATDAMT 
TQGKGQARGSDGSSSFTEKINYANKVINNNG-IJMWRILDHGAISLGDKWDLMYVGMYQNIDWDNNL- -GTEW 

WTVGVRPMYKWTP IMSTLLEVGYDNVKS - QQ TGDRNNQYKITLA- QQ WQAGDS I WSRPAI RI 

FATYAKWDE KWG Y I KDGDN I S RYAAAT - NSG I S TNS RGDS DE WT FGAQME I WW * (SEQ ID NO: 25) 
>Pl;laOtP 

sequence: laOtP : 4 : : 413 : 

E FHGYARSGV I MNDSGAS TKSGAY I TPAGETGG AIGRL GNQ 

- -ADTWEMNLEHKQTLDNGATTRFKVMVADGQTSYNDWTASTS-DLNVRQAFVELGNLPTFAGPFKGSTLW 
AGPCRF--DRDNFDIHWIDSDWFLAGTGGGIYDVKWNDGLRSNFSLYGRNFGDIDDSSNSVQNYILTMNHFA 

G PLQMMVSGLRAKDNDERKDSNG - NLAKGDAANTGV HALLGLHNDS F YGLRDGS S KTALLYG - HGLG 

AEVKGIGSDGA LRPGADTWRIASYGTTPLSENWSVAPAMLAQRSKDRYADGDSYQW 

ATFNLRLIQAINQNFALAYEGSYQYMD- -LKPEGYNDRQAVNGSFYKLTF- -APTFKVGSIGDFFSRPEIRF 
YTSWMDWSKKLNNYASDDALGS DGF NSGGEWSFGVQMETWF* (SEQ ID NO: 26) 



FIGURE 37 



